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SEQUENCE AT POLYMORPHISM WI-567 



TGCTGCCTTGGTTC [~ j AGCCCTCATCTCTTT 



THREE BLOCKS OF COMPLEMENTARY 
20-MER OLIGOS WITH SUBSTITUTIONS (N) 
7, 10 AND 13 BP FROM THE 3' END 



P-2 P-l P P+l P+2 
AG AG AG AG AG 




BASES IN THE SHADED COLUMNS 

3 • BLOCK 20/7 5 ■ 

AACCAAN [C] TCGGGAGTAGAG 



3' BLOCK 20/10 5' 
CGGAACCAAN [C] TCGGGAGTA 
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3- BLOCK 20/13 5' 
CGACGGAACCAAN [C] TCGGGA 



FIG. 2B 
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SEQUENCE AT POLYMORPHISM WI-567 



TGCTGCCTTGGTTC [g] AGCCCTCATCTCTTT 



Mm SYNTHESIZE BLOCK OF COMPLEMENTARY 
Tr "^ 20-MER OLIGOS WITH SUBSTITUTIONS (N) 
10 BP FROM THE 3' END 



3' 5' 
-ACGGAACCANG [T] TCGGGAGT 
-ACGGAACCANG [C] TCGGGAGT 
— CGGAACCAAN [T] TCGGGAGTA 
— CGGAACCAAN [C] TCGGGAGTA 

GGAACCAAG [N] TCGGGAGTAG 

GGAACCAAG [N] TCGGGAGTAG 

GAACCAAG [T] NCGGGAGTAGA 

GAACCAAG [C] NCGGGAGTAGA 

AACCAAG [T] TNGGGAGTAGAG 

AACCAAG [C] TNGGGAGTAGAG 



P-2 P-l P P+l P+2 



AGAGAGAGAG 



= POLYMORPHISM 



T 
G 
C 
A 



PREDICTED PATTERNS 




GENOTYPE: A/A G/G 

FIG. 3 
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FIG. 5 
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FIG. 8 



( START ) 



RECEIVE CELL 
INTENSITIES 



CALCULATE RATIO = 
PM(x) - MM(x) 
PM(y) - MM(y) 



CALCULATE DB = 
10 *logio RATIO 



PERFORM STATISTICAL 
CHECK ON DATA 



212- 



HOMOZYGOTE 
WITH FIRST 
MARKER 




210 



ANALYZE 
DB? 



+ M 



-202 



-204 



-206 



-208 



NEAR 0 



HETEROZYGOTE 



HOMOZYGOTE 
WITH SECOND 
MARKER 



-216 



-214 



( END ) 
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T COMPONENT 



FIG. 10 
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"DECIBELS" 
DETECTION RATIO 



= 10 X LOG (DETECTION RATIO) 

A PERFECT MATCH - A MISMATCHES 
" B PERFECT MATCH - B MISMATCHES 



MAX (A OR B PERFECT MATCH) 2 
SIGNIFICANCE CHECK = g (A OR B MISMATCHES) * 



PATTERN MATCHING = 



MEAN fMAX (A OR B PERFECT MATCHES)] 
MEAN [MAX(A OR B MISMATCHES)] 



bn=w±HN=a gir wffiffl tffiffi 

4ij>M-L^H aliytfi ; E±BiBE 



PREDICTED PATTERNS 
AB ABABABAB 



A B A B A B AB AB 



B/B 
DB « 0 



A/B 
DB-0 



A/A 
DB » 0 



F/G. 12 




FIG. 13 



